Alpha Virus nsp3 alignment 



CLUSTAL W (1.82) multiple sequence alignment 



SFV_nsp3 
ONV_nsp3 
RRV_nsp3 
SinV_nsp3 
VEEV nsp3 



APSYRVKRADIATCTEAAWNAANARGTVGDGVCRAVAKKWPSAFKGAATPVGTIKTVMC 60 

APSYRVKRMDIAKNTEECWNAANPRGVPGDGVCKAVYRKWPESFRNSATPVGTAKTIMC 60 

APSYRVRRTDI SGHAEEAWNAANAKGTVGVGVCRAVARKWPDS FKGAATPVGTAKLVQA 60 

APSYRTKRENIADCQEEAWNAANPLGRPGEGVCRAIYKRWPTSFTDSATETGTARMTVC 60 

APS YH WRG D I AT AT EGV 1 1 N AAN S KGQ PGGG VCGAL YKK FPE S FD LQ P I E VGKARL VKG 60 



SFV_nsp3 
ONV_nsp3 
RRV_nsp3 
SinV_nsp3 
VEEV nsp3 



SFV__nsp3 
ONV_nsp3 
RRV_nsp3 
SinV_nsp3 
VEEV nsp3 



SFV_nsp3 

ONV_nsp3 

RRV_nsp3 

SinV_nsp3 

VEEV_nsp3 



GS YPVIHAVAPNFSATTEAEGDRELAAVYRAVAAEVNRLSLS SVAI PLLSTGVFSGGRDR 120 
GQYPVIHAVGPNFSNYSEAEGDRELASVYREVAKEVSRLGVS SVAI PLLSTGVYSGGKDR 120 
NGMNVIHAVGPNFSTVTEAEGDRELAAAYRAVAGIINASNIKSVAIPLLSTGVFSGGKDR 120 
LGKKVIHAVGPDFRKHPEAEALKLLQNAYHAVADLVNEHNIKSVAIPLLSTGIYAAGKDR 120 
AAKHIIHAVGPNFNKVSEVEGDKQLAEAYESIAKIVNDNNYKSVAIPLLSTGIFSGNKDR 120 



********** 



LQQSLNHLFTAMDATDADVTIYCRDKSWEKKIQEAIDMRTAV-ELLNDD VELTTDL 175 

LLQSLNHLFAAMDSTDADWIYCRDKEWEKKITEAISLRSQV— ELLDDH ISVDCDI 175 

VMQSLNHLFTAMDTTDADWIYCRDKAWEKKIQEAIDRRTAV-ELVSED ISLESDL 175 

LEVSLNCLTTALDRTDADVTIYCLDKKWKERIDAALQLKESVTELKDED MEIDDEL 17 6 

LTQSLNHLLTALDTTDADVAIYCRDKKWEMTLKEAVARREAVEEICISDDSSVTEPDAEL 180 



***** *** ** 



VRVHPDSSLVGRKGYSTTDGSLYSYFEGTKFNQAAIDMAEILTLWPRLQEANERICLYAL 235 
VRVHPDSSLAGRKGYSTVEGALYSYLEGTRFHQTAVDMAEIYTMWPKQTEANEQVCLYAL 235 
IRVHPDSCLVGRKGYSITDGKLHSYLEGTRFHQTAVDMAEISTLWPKLQDANEQICLYAL 235 
VWIHPDSCLKGRKGFSTTKGKLYSYFEGTKFHQAAKDMAEIKVLFPNDQESNEQLCAYIL 236 
VRVH PK S S LAGRKG Y S T S DGKT FS Y LE GT K FHQAAKD I AE I N AMW P VATE ANE QVCMY I L 240 



**.*** 



SFV_nsp3 
ONV_nsp3 
RRV_nsp3 
SinV_nsp3 
VEEV nsp3 



GETMDNIGSKCPVNDSDSSTPPRTVPCLCRYAMTAERIARLRSHQVKSMWCSSFPLPKY 2 95 

GESIESVRQKCPVDDADASFPPKTVPCLCRYAMTPERVARLRMNHTTSIIVCSSFPLPKY 295 

GESMDSIRTKCPVEDADSSTPPKTVPCLCRYAMTAERVARLRMNNTKAIIVCSSFPLPKY 295 

GETMEAIREKCPVDHNPSSSPPKTLPCLCMYAMTPERVHRLRSNNVKEVTVCSSTPLPKH 296 

GESMSSIRSKCPVEESEASTPPSTLPCLCIHAMTPERVQRLKASRPEQITVCSSFPLPKY 300 



* ** *.**** 



* * * * * 



**** **** 



SFV_nsp3 
ONV_nsp3 
RRV_nsp3 
SinV_nsp3 
VEEV nsp3 



HVDGVQKVKCEKVLLFDPTVPS WS PRKYAAS TTDHSDRSLRGFDLDWTTDSSST 350 

K I E G VQKVKC S KAL L FDHN V P S R VS PRT YR P ADE 1 1 QT PQT PT E AC QD AQL VQS I N DE AV 355 
RIEGVQKVKCDRVLIFDQTVPSLVSPRKYIPAAASMHADTVSLDSTVSTGSAWSFPSEAT 355 

K I KNVQKVQCT KWL FN PHT PAFV PARKY IEVPE Q PT AP PAQ AEE APE W AT PSPST 353 

R I TGVQK IQCSQPILFS PKV PA Y I H PRKYL VET P P VE ET PE S P AENQ S TEGT PE Q PAL VN 360 



SFV_nsp3 
ONV_nsp3 
RRV_nsp3 
SinV__nsp3 
VEEV nsp3 



ASDTMSLPSLQSCDIDSIYEPMAP 1 WT AD VHP EPAGI 388 

PVPSDLEACDATMDWPSIGTVSTRQRHDSSDSEYSGSRSNIQLVTADVHAPMYAHSLASS 415 

- YE TME WAE VHH S E P P V P P PRRRRAQ VTMHH QELLEVSDMHT PIAAR 402 

ADNTSLDVTDISLDMDDSSEGSLFSSFSGSDN SITSMDSWS SGPSS 399 

VDATRTRMPEPI I IEEEEEDSISLLSDGPTHQ VLQVEADIHG SPSVS 407 
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ADLAAD VH PE P ADH VDLEN PIPPPRPKRAAYLASRAAER 4 27 

GGSMLSLSSEPAQNGTMILLDSEDTDSISRVSTPIAPPRRRLGRTINVTCDERE — GKIL 473 

VEIPVYDTAWAER-VAIPCTSEY ATPIPTPRAVRWPVPAPRIQRASTYRVS 454 

LEIVDRRQVWADV HAVQEP APIPPPRLKKMARLAAARKEPTPPASNS 4 47 

SSSWSIPHASDFDVDSLSILDTLDG ASVTSGAVSAETNSYFARSMEFRAR 4 57 



SFV_nsp3 PVPAPR-KPTPAPRTAFR NKLPLTFGDFDEHEVDAL — 4 62 

ONV_nsp3 PMASDR-FFTAKPYTVALSVSTADMTVYPIQAPLGLIPPPTLEPITFGDFAEGEIDNL — 530 

RRV_nsp3 PTPTPR-VLRASVCSVTTSAG VE FPWAPEDLE VLTE PVHCEMRE PVELPWE PE — 506 

SinV_nsp3 SESLHL-SFGGVSMSLGSIFDG ETARQAAVQPLATGPTDVPMSFGSFSDGEIDELSR 503 

VEEV nsp3 PVPAPRTVFRNPPHPAPRTRTP PLAHSRASSRTSLVSTPPGVNRVITREELEALTP 513 



ASG-ITFGDF DDVLRLGRAGA 482 

LTGALTFGDFEPGEVEELTDSEWSTCSDTDEELRLDRAGG 570 

DVD-IQFGDFET PDKIQFGDIDFDQF 531 

RVTESEPVLFGSFEPGEVNSIISSRSAVSFPLRKQRRRRRSRRTEY 54 9 

SRAPSRSASRTSLVS NPPGVNRVITREEFEAFVAQQQ — 550 



